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A) Representative genes involved in isolated CL/P or CPO in murine KO/KD models and transcriptional regulation in control fibroblasts, fibroblasts + WTp63+KLF4 and fibroblasts +mtSAM+KLF4 and replicates. B) List of 76 genes upregulated by p63+KLF4 identified by genetic association database. C) List of 40 known risk loci for nsCL/P and genes within the TAD domains of each loci, in orange, genes upregulated by p63+KLF4. D) List of p63/KLF4 regulated genes and respective gene based CL/P association p-values for known causal genes, genes within the 40 risk loci and genes outside of the known risk loci.
